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id : Long
type : String
name : String
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organ : String
developmentStage : String
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supplier : String
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id : Long
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displayValue : String
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Chromosome

id : Long
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id : Long
type : String
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name : String
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id : Long
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base1 : String
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id : Long
type : String
location : String
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id : Long
geneInfold : String
proteinInfold : Long
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id : Long
name : String
title : String
dbCrossRefs : Hashtable
locusLinkSummary : String
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id : Long
type : String
accessionNumber : String
length : String
asciiString : String

id : Long
name : String
accessionNumber : String
description : String
version : String
cloningSite : String
insertSize : String
cloneStrain : String
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id : Long
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id : Long
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alignmentLength : Long
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id : Long
name : String
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relationshipType : String

Disease
Relationship

relationshipType : String

Organ
Relationship

relationshipType : String

Histopathology

id : Long
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id : Long
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id : Long
name : String
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id : Long
name : String

Organ

id : Long
name : String
conceptId : Long

Anomaly

id : Long
anomalyDescription : String

Agent

id : Long
agentName : String
source : String
comment : String
isCMAPAgent : Boolean
agentNSCNumber : Long
evsId : String
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id : Long
targetName : String
targetType : String
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type : String
id : Long
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id : Long
protocolId : Long
conceptId : String
imtCode : Long
ctepName : String
diseaseSubCategory : String
diseaseCategory : String
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id : Long
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title : String
phase : String
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